genes" and "predicted genes" and had made consistent experiment is identical, indicating the difference in the estimates of the human gene count of 30,000-40,000 results resides in the manner in which predicted genes (Lander et al., 2001 ) and 26,000-38,000 (Venter et al., were selected rather than an undetected difference in 2001), and favored predictions near the lower end of the array experiments themselves. these ranges. In their letter, Hogenesch and colleagues
The presence of false positives in the predicted gene compared the two lists using permissive criteria and list should be no surprise. at by careful correction for both false positive and false genuinely expressed transcripts. They did so by using negative rates; the fact that the final estimate is close gene expression microarrays to measure the frequency to the initial list size is serendipitous. with which transcripts could be detected for a sample Another difficulty in the extrapolation of these results of known genes and predicted genes. They found that that can lead to an overestimate of the gene count is the rates were similar for the two groups (roughly 85%) the partial nature of many of the gene predictions by and concluded that, "These data support the view that both groups. For example, Celera Genomics noted that, the novel transcripts predicted by both groups encode while genes annotated based on identity or homology bona fide differentially expressed mRNAs. 
